tentatively recognize zykovi as a subspecies of C. elburzensis based on the reported phenetic (Lebedev et al. 1998 ) and karotypic differentiation (Meyer and Malikov 2000) and the reported sterility of male hybrids between the 2 cytotypes (Meyer and Malikov 2000) .
Two species of Calomyscus, C. baluchi and C. hotsoni, occur in western Pakistan. Both of these species were 1st described by Thomas (1920) from a series of specimens collected in 1918 from Kelat (Kalat; C. baluchi) and Mekran (Makran; C. hotsoni) by Colonel Hotson. C. hotsoi is known from the vicinity of the type locality (Balochistan, Gwambuk Kaul, about 30 miles southwest of Panjgur) and from Baluchistan Province of southeastern Iran (Musser and Carleton 2005) , whereas C. baluchi is known from western Pakistan (from the North-West Frontier Province and the Swat region in the northwest, south to southern Balochistan), and north-central and eastern Afghanistan Carleton 1993, 2005) . The objectives of this paper are to examine the level of genetic differentiation in the sequence of cytochrome b between C. baluchi and C. hotsoni collected from the vicinity of the type locality of each taxon and to evaluate the current specific status of C. hotsoni by examining the levels and patterns of genetic differentiation observed within this species and among allopatric populations of C. baluchi across a section of its range. This study also examines museum specimens collected from the vicinity of the type locality of each taxon to evaluate the use of external and cranial measurements to differentiate C. baluchi and C. hotsoni and to evaluate the geographic range of C. hotsoni by examination of specimens from southeastern Iran and southwestern Pakistan. In addition, new information concerning the associated habitat and ecology of C. hotsoni is presented.
MATERIALS AND METHODS
Samples.-Ninety specimens of Calomyscus were collected from 12 sites in western Pakistan between 1996 and 1999. Collecting methods were in compliance with guidelines approved by the American Society of Mammalogists (Gannon et al. 2007 ). Tissue samples (liver, kidney, and spleen) were collected in the field and were stored in 95% ethanol without refrigeration (Sibley and Ahlquist 1981a) and are catalogued in the collection of tissues in the Biology Department, University of Vermont. DNA samples from the following specimens were used in this study: C. hotsoni: site 1, Balochistan, Panjgur Dist., Mitha Singh, 30 km SE Panjgur (n ¼ 5; University of Florida Museum of Natural History [UF] , UF 29022-29026); site 2, Sindh, Dadu Dist., Rani Kot near Shergart Fort (n ¼ 1; UF 29484); site 3, Balochistan, Uthal Dist., Hingol National Park, (n ¼ 1; UF 29703); site 4, Balochistan, Khuzder Dist., Dancer Village, 6 km E Wadh (n ¼ 2; UF 29786-29787); C. baluchi: site 6, Balochistan, Kharan Dist., Kalighali Area, 25 miles E Besima (n ¼ 2; UF 28516-28517); site 7, Balochistan, Kalat Dist., Kalighali Area, 30 miles E Besima (n ¼ 2; UF 28513-28514); site 8, Balochistan, Kalat Dist., Khan's Palace Bungalow (n ¼ 3; UF 29590-29591, 29601); site 9, Balochistan, Kalat Dist., Kargaz, 4 km S Khan of Kalat's Bungalow (n ¼ 2; UF 28870-28871); site 10, Balochistan, Kalat Dist., Phoot, 38.9 km NE Kalat (n ¼ 2; UF 28864, 28867); site 12, Federally Administered Tribal Area (FATA), South Waziristan, Razmak, Alexandria Fort (n ¼ 2; UF 28998-28999); site 13, FATA, North Waziristan, Datta Khel, 55 km SW Miran Shaw (n ¼ 2; UF 28993-28994). Selection of outgroup taxa was based on molecular studies of the phylogenetic relationships of the Muroidea (Jansa and Weksler 2004; Michaux et al. 2001; Steppan et al. 2004) , where Calomyscus emerged as the sole member of a clade basal to the radiations representing Cricetidae and Muridae. Outgroup taxa include a representative of the Cricetidae, the gray hamster (Cricetulus migratorius), and a representative of the Muridae, the house mouse (Mus musculus). Cytochrome-b sequences were obtained from tissue from specimens of Cricetulus migratorius collected from North-West Frontier Province, Chitral District, Shandur Pass (n ¼ 1; accession number AY288508) and Balochistan, Kalat District, 16 km NE of Kalat (n ¼ 1; haplotype identical to AY288508) and from GenBank for Mus (accession number V00711). Collecting localities for specimens of Calomyscus are shown in Fig. 2 and all specimens are in the collection of mammals of the Florida Museum of Natural History.
DNA sequencing.-DNA was extracted and purified from ethanol-preserved liver samples by a modification of the methods of Sibley and Ahlquist (1981b) and Blin and Stafford (1976) . A fragment of the 59 end of cytochrome-b gene was amplified via the polymerase chain reaction (Saiki et al. 1988) using the following parameters: 35 cycles of 948C (1 min) denaturing, 508C annealing (1 min), and 728C (1 min, 10 s) extension. Amplification reactions were performed in 50-ll volumes of Promega (Promega Corp., Madison, Wisconsin) PCR buffer (10 mM Tris-HCl, 50 mM KCl, 0.1% Triton X-100), 2.4 mM MgCl 2 , 0.5 lM of each primer, and 0.5 U Taq polymerase (Invitrogen, Carlsbad, California) . Amplification was accomplished with the use of primers (numbered in reference to Mus-Bibb et al. 1981 ) L-14115, H-14541 (Sullivan et al. 1997 ), and H-15309 (H-15915-Irwin et al. 1991 . Double-stranded polymerase chain reaction products were purified using PEG precipitation (Maniatis et al. 1982) . Sequencing of the first 401 base pairs (bp) of cytochrome b was performed on an Applied Biosystems 373 automated DNA sequencer (Applied Biosystems, ABI, Foster City, California) using dye terminator (ABI PRISM) cycle sequencing using 2 primers, L-14115 and H-14541 (Sullivan et al. 1997) . Excess dye-labeled terminators were removed by G-50 Sephadex spin columns (Maniatis et al. 1982) , cycle sequencing products were dried in a SpeedVac (Labconco Corp., Kansas City, Missouri), and the products were stored at À808C until run on the automated sequencer. DNA sequences were deposited in GenBank (accession numbers EU135579-EU135591).
Sequence analysis.-Nucleotide sequences of the first 401 bp of cytochrome b were aligned by eye against published sequences for Mus (Bibb et al. 1981) . Sequence data from the output files of the Applied Biosystems 373 automated DNA sequencer were aligned and proofed using Sequencher software (version 3.0; Gene Code Corporation, Ann Arbor, Michigan). Genetic distances were calculated using PAUP* (version 4.0b5-Swofford 1999) following Kimura (1980) and Tamura and Nei (1993) . These distances were chosen to facilitate comparisons of divergence levels with those reported for other muroid rodents Engel et al. 1998; Hogan et al. 1997; Sullivan et al. 1995 Sullivan et al. , 1997 Tiemann-Boege et al. 2000) . A neighbor-joining tree was constructed by the method of Saitou and Nei (1987) from a matrix of Tamura and Nei (1993) distances using PAUP* (version 4.0b5 -Swofford 1999) . The neighbor-joining tree was optimized for minimal evolution as recommended by Swofford et al. (1996) and the nodal support was determined using bootstrap methods (Felsenstein 1985) .
Nucleotide positions were treated as unordered, discrete characters with 4 possible character states (A, G, C, or T) and uninformative characters were excluded in all maximumparsimony analyses using PAUP* (version 4.0b5 -Swofford 1999) . Character polarity was determined by using sequences from both Mus (Bibb et al. 1981 ) and C. migratorius as outgroup taxa. Twenty heuristic searches, each employing the tree-bisection branch swapping method and a randomized input order of taxa, were used to estimate the most-parsimonious trees. Consensus trees were constructed from the equally mostparsimonious trees using the strict and majority rule options of PAUP*. Nodal support was determined by bootstrap support values (Felsenstein 1985) using PAUP* and Bremer support indices (Bremer 1994) using Autodecay (Eriksson 1997) .
Mensural characteristics.-Four external measurements (total length, tail length, hind-foot length including claw, and ear length) were taken to the nearest millimeter with a ruler in the field. Twelve cranial and mandibular variables were measured on 13 skulls from the following localities near the type of each taxon: C. hotsoni: site 1, Balochistan, Panjgur Dist., Mitha Singh (n ¼ 5; UF 29022-29026); and C. baluchi: site 9, Balochistan, Kalat Dist., Kargaz, 4 km S Khan of Kalat's Bungalow (n ¼ 8; UF 28870-28877). Measurements were taken from 28 additional specimens from populations from southwestern Pakistan assigned to either C. hotsoni: site 2, Sindh, Dadu Dist., Rani Kot near Shergart Fort (n ¼ 6; UF 29484-29489); site 4, Balochistan, Khuzdar Dist., Dancer Village, 6 km E Wadh (n ¼ 4; UF 29786-29789); site 5, Sindh, Dadu Dist., 35 km W Dadu (n ¼ 1; UF 15092 collected 1977); or C. baluchi: site 6, Balochistan, Kharan Dist., Kalghali Area, 25 miles E Besima (n ¼ 2; UF 28516, 028517); site 7, Balochistan, Kalat Dist., Kalghali Area, 30 miles E Besima (n ¼ 2; UF 28513, 28514); site 8, Balochistan, Kalat Dist., Khan's Palace Bungalow (n ¼ 2; UF 29590, 29591); site 10, Balochistan, Kalat Dist., Phoot, 38.9 km NE Kalat (n ¼ 6; UF 28864-28869); site 11, Balochistan, Kalat Dist., Garani Dudran Springs, 14 km N, 3 km W Kalat (n ¼ 2; UF 29582, 29583); site 12, FATA, S. Waziristan, Razmak, Alexandria Fort (n ¼ 2; UF 28998, 28999); and site 13, FATA, N Waziristan, Datta Khel, 55 km SW Miran Shaw (n ¼ 1; UF 28993). Cranial and mandibular measurements were taken to the nearest 0.1 mm with a dial caliper. Only specimens in adult pelage were examined. Cranial and mandibular characters examined include condylobasal length, zygomatic breadth, least interorbital breadth, breadth of braincase, depth of braincase, length of nasals, diastema length, mandible length, length of maxillary toothrow, length of mandibular toothrow, breadth of pterygoids, and postpalatal length. The first 10 cranial and mandibular characters follow Peshev (1989 Peshev ( , 1991 and allow comparison with his morphological data for Calomyscus. Length of head and body was calculated by subtraction of the tail length from the total length to allow comparison to the data of Peshev (1991) .
External measurement were taken from skin tags and the 12 cranial and mandibular variables described above were measured on skulls from 12 specimens collected by Gary Ranck in 1962 and housed in the United States National Museum (USNM) from the following localities from Baluchestan Province of southeastern Iran: 6 km N Chah-Bahar (n ¼ 9; USNM 328032-328040); 80 km SSE Nik-Shahr (n ¼ 1; USNM 328031); 6 km N Khash (n ¼ 1; USNM 328041); and 17 km S Zahedan (n ¼ 1; USNM 329047). This series of specimens from Baluchestan Province of southeastern Iran was the basis of Musser and Carleton's (2005) extension of the known range of C. hotsoni. External measurement and limited cranial measurements of the type specimen were taken from Thomas (1920) . Additional external measurements also were taken from skin tags from specimens of C. hotsoni collected from the type locality in 1918 by Hotson and housed at the Bombay Museum of Natural History (BMNH 9168-9170) and the Field Museum (FM 83058). Cranial and mandibular measurements were taken from the skull (FM 83058) of an adult male specimen of C. hotsoni from the type locality.
Statistical analyses.-Standard univariate statistics (mean [ " X], SD, SE, range, and coefficient of variation [CV]) were calculated for each taxon or operational taxonomic unit. Duncan's multiple range test was used to determine the significance (a , 0.05) of the differences among the means in the initial examination of populations and a t-test was used to determine the significance (a , 0.05) in the differences between the means of the 2 taxa examined. Statistical analyses were conducted using the Statistical Analysis System (SAS-SAS Institute Inc. 1985). Coefficients of variation were calculated to determine the extent of variability of each character. 
RESULTS
Thirteen different haplotypes of the first 401 bp of cytochrome b were observed among the 24 specimens of Calomyscus with 5 haplotypes being unique to C. hotsoni and 8 haplotypes being unique to C. baluchi (Table 1) . Unfortunately, we were not able to obtain any sequence data from skin clips from representative specimens of C. hotsoni from southeastern Iran. Among these 13 haplotypes, genetic distances (Tamura and Nei 1993) ranged from 0.0025 to 0.07 substitutions per site. Genetic distances within C. hotsoni or within C. baluchi ranged up to 0.021, whereas distances ranged between 0.048 and 0.07 for pairwise comparisons between C. baluchi and C. hotsoni (Fig. 3) . The mean sequence divergence among individuals of C. baluchi was 0.93%, among individuals of C. hotsoni was 0.29%, and between C. baluchi and C. hotsoni was 5.5%.
The optimized neighbor-joining tree constructed from Tamura-Nei distances (Tamura and Nei 1993) identified 3 distinct clusters among the Calomyscus haplotypes (Fig. 4) . The C. hotsoni and the C. baluchi clusters (Fig. 4) were each supported by bootstrap values of 99-100%. Some substructuring was suggested within C. baluchi (Fig. 4) , with a cluster of haplotypes (F-I; Table 1 ) from individuals from the vicinity of the type locality (Harboi Hills of the Kalat District) and a 2nd cluster (K-M; Table 1 ) from individuals from more northern populations (northern Balochistan, South Waziristan, and North Waziristan). However, the latter cluster was supported by a bootstrap value of less than 50%.
There were 118 variable sites within the 401-bp fragment of cytochorome b, 45 of which were parsimony informative. Eleven equally most-parsimonious trees were identified with 66 steps (consistency index ¼ 0.818, retention index ¼ 0.951). Both the strict and majority-rule consensus trees have the same topology with 2 major clades within Calomyscus (Fig. 5) , a C. hotsoni clade (bootstrap ¼ 98%, Bremer support index ¼ 4) and a C. baluchi clade (bootstrap ¼ 100%, Bremer support index ¼ 7). Within the C. baluchi clade, a Kalat clade (haplotypes F-I; Table 1 ) was identified and was well supported (bootstrap ¼ 96%, Bremer support index ¼ 3). However, the haplotypes (K-M; Table 1 ) from northern population samples failed to form a distinct clade (Fig. 5) .
Differences in the means of the morphometric data from 5 operational taxonomic units (Table 2) ing C. hotsoni were examined by Duncan's multiple range tests. The sample from the northern populations (Khash and Zahedan) in southeastern Iran assigned to C. hotsoni by Musser and Carleton (2005) was significantly larger than the other samples of C. hotsoni in tail length; significantly larger than specimens from the type locality in depth of braincase, diastema length, and least interorbital breadth; significantly larger than the southern populations (Chah-Bahar and NikShahr) from southeastern Iran in hind-foot length, length of mandibular toothrow, condylobasal length, and least orbital breadth; and significantly larger than the more northern and western populations from southern Pakistan in hind-foot length and depth of braincase. The population from Mitha Singh was significantly larger than specimens from the type locality and the southern populations in southeastern Iran in head and body length. Populations from the type locality and the southern samples from southeastern Iran were significantly smaller than the specimens from the new localities in Pakistan.
Three external measurements, including total length, tail length, and length of hind foot, were significantly different (P , 0.01) between C. hotsoni and C. baluchi collected from near the type localities (Table 3) . C. hotsoni is smaller for the 3 external measurements that were significantly different and the variation in the length of the hind foot does not appear to overlap between these 2 species (Table 3) .
Five of the 12 cranial and mandibular measurements were significantly different between C. hotsoni and C. baluchi collected from near the type localities (Table 3 ). The differences in 4 of these characters including condylobasal length, breadth of the braincase, diastema length, and mandibular length were highly significant (P 0.01), whereas the depth of the braincase was significantly different at the P , 0.05 level. C. baluchi was larger for all of the cranial and mandibular measurements where a significant difference was observed (Table 3) .
Comparison of external and cranial measurements between a larger sample of populations of C. hotsoni and C. baluchi from southwestern Pakistan demonstrated significant difference in all 4 external measurements, 6 of the cranial measurements, and both of the mandibular measurements (Table 4) . Further comparisons of external and cranial measurements with mean values presented by Peshev (1991) for 3 additional taxa of Calomyscus (Table 4) indicate that C. baluchi from southwestern Pakistan is generally larger than the more western taxa, whereas C. hotsoni is generally smaller than taxa other than C. tsolovi.
DISCUSSION
Calomyscus hotsoni was described by Thomas (1920) from a series of 4 specimens collected by Colonel Hotson in 1918 from Gwambuk Kaul, Balochistan. This taxon is characterized by its small size, its black-tipped, pale, yellow-brown pelage, and its narrow interorbital region (Thomas 1920) . Since its discovery in 1918, no additional specimens were collected from the vicinity of the type locality, although Musser and Carleton (2005) assigned 12 specimens collected in 1962 from southeastern Iran to this taxon. Although we were unable to obtain any new specimens from the type locality, 5 specimens were collected in 1997 from Mitha Singh, 30 km SE of Panjgur, Balochistan, which is approximately 72 km northeast of the type locality. These 5 specimens are similar in color to specimens from the type locality housed at the Bombay Natural History Museum (n ¼ 3) and the Field Museum (n ¼ 1) and are not significantly different in measurements of tail length, length of hind foot, and ear height. However, they are significantly larger in the head and body length and least interorbital breadth than the specimens from the type locality.
Although considerable morphological variation was observed among the 5 operational taxonomic units (Table 2) identified in this study or by Musser and Carleton (2005) as populations of C. hotsoni, few significant differences were observed among these populations with the exception of those observed in the northern populations (Khash and Zahendan) of southeastern Iran. The limited significant morphological differentiation among samples from southern southeastern Iran (Chah-Bahar and Nik-Shahr), southern Pakistan (Mitha Singh, Wahd, Rani Kot, and Hingol National Park), and the type locality of C. hotsoni supports the hypothesis that the specimens from these localities represent C. hotsoni. However, specimens from Mitha Singh and the other new localities in southern Pakistan are significantly larger in least interorbital breadth, which is 1 of the diagnostic characters identified by Thomas (1920) for C. hotsoni, than material from the type locality and southern localities in southeastern Iran.
The small sample (n ¼ 2) from 2 more northern localities (Khash and Zahendan) in southeastern Iran is problematic. This sample has a significantly longer tail than any of the other populations of C. hotsoni and is significantly larger than the population from southern localities in southeastern Iran for 4 additional morphological characters. It is significantly larger than material from the type locality for 3 additional morphological characters. These populations from northern southeastern Iran are tentatively considered C. hotsoni, but are more similar to C. baluchi in tail length, condylobasal length, depth of braincase, and diastema length.
Calomyscus baluchi was described by Thomas (1920) from a series of 10 specimens collected by Colonel Hotson in 1918 from the Kelat (Kalat) District, Balochistan. This taxon can be differentiated from C. hotsoni by its larger size and its grizzled drab pelage. The range of C. baluchi (Fig. 1) is thought to extend from southern Balochistan (Kalghali Hills) northward through the desert mountain ranges of Balochistan to the Safed Koh Mountains of North Waziristan (Roberts 1977) and eastern Afghanistan (Hassinger 1973 ) and northward to Karakar Pass, North-West Frontier Province (Musser and Carleton 2005) . It inhabits rocky terrain often sparsely covered with pistachio (Pistacia cabulica) or juniper (Juniperus excelsa) trees. Calomyscus baluchi and C. hotsoni collected in southwestern Pakistan. Measurements for specimens of C. baluchi from Afghanistan, C. mystax from Turkmenistan, and C. tsolovi from Syria published by Peshev (1991) are provided for additional comparisons.
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The relationship between C. hotsoni and C. baluchi has been problematic. Ellerman (1940) placed these 2 taxa in different subspecies of C. bailwardi by following the revision of Argyropulo (1933) in synonomizing baluchi with bailwardi and mystax with hotsoni. Vorontsov et al. (1979) recognized these 2 as distinct species primarily because of their difference in size. However, Corbet and Hill (1992:393) indicated that ''additional material (not identified) from Pakistan suggested that these 2 species intergrade'' and treated them as a single species, C. bailwardi.
In southwestern Pakistan, C. hotsoni and C. baluchi are significantly different in all 4 external measurements, 6 cranial measurements, and 2 mandibular measurements (Table 4) . Specimens from populations located nearest to a zone of contact between these 2 species, sites 4 (C. hotsoni) and sites 6 and 7 (C. baluchi; Fig. 2 ), are somewhat intermediate in most cranial and mandibular measurements; however, it is not clear that this is the result of gene flow (intergradation) as suggested by Corbet and Hill (1992) .
Specimens of these 2 taxa near a zone of contact can be differentiated by the size of their hind foot. The length of the hind foot in C. hotsoni is 19 mm, whereas in C. baluchi from southern Pakistan the hind foot is !20 mm. Only 14 (4.3%) of 324 C. baluchi examined from throughout their known range within Pakistan had a hind foot , 20 mm, whereas 1 of the 33 C. hotsoni had a hind foot . 19 mm.
Determination of species boundaries has proven difficult and often somewhat subjective for allopatric taxa. Sequence analysis of cytochrome b has been useful for a number of phylogenetic studies of allopatric taxa of mammals (Jacobs et al. 1995; Painter et al. 1995; Steppan 1998; Sullivan et al. 1997; Talbot and Shields 1996; Verheyen et al. 1995) . For example, Sullivan et al. (1997) used cytochrome-b sequence differentiation among allopatric populations of the Peromyscus aztecus complex to conclude that both P. hylocetes and the populations south of the Isthmus of Tehuantepec currently assigned to P. a. oaxacensis represented distinct species.
Analysis of the sequence divergence of cytochrome b among populations of C. hotsoni and C. baluchi clearly demonstrates the differentiation between these 2 taxa and that each species forms a monophyletic group. Of the 13 cytochrome-b haplotypes observed in this study (Table 1) , 5 were unique to C. hotsoni and 8 were unique to C. baluchi. No cytochromeb haplotypes were shared between the 2 taxa.
The sequence (genetic) divergence observed between the 2 taxa was consistently greater than that observed within either taxon (Fig. 3) . The mean genetic distance (Tamura and Nei 1993) observed between C. hotsoni and C. baluchi, 0.060, is within the range of values (0.039-0.071) reported by Sullivan et al. (1995) for between-species comparisons of Peromyscus of the same species group. The mean sequence divergence of 5.5% observed between C. hotsoni and C. baluchi is almost 6 times greater than the mean sequence divergence (0.93%) observed within C. hotsoni and more than twice the maximum sequence divergence (2.0%) observed across the range of C. baluchi. Although genetic distances are not sufficient to determine taxonomic status, the level of sequence divergence observed between C. hotsoni and C. baluchi is considerably larger than that observed among individuals of C. baluchi across a broad geographic range. Furthermore, both the neighbor-joining (Fig. 4) and the maximum-parsimony (Fig.  5) analyses separate C. hotsoni sequences from C. baluchi sequences with high levels (.98%) of nodal support. The maximum-parsimony analysis (Fig. 5) supports the monophyly of both C. hotsoni and C. baluchi.
Analysis of sequence divergence of cytochrome b among populations of C. hotsoni and C. baluchi support the recognition of C. hotsoni as a distinct species under a phylogenetic species concept (Cracraft 1983) . The reciprocal monophyly and the level of sequence divergence between C. hotsoni and C. baluchi suggest that these taxa have been isolated since at least the late Pleistocene. This crude estimate of a divergence time of .2 million years is based on the observed mean uncorrected sequence divergence of 5.5% between the 2 taxa and a generic rate of divergence of cytochrome b at 2% per million years (Johns and Avise 1998) .
This study greatly expands the known range of C. hotsoni in southern Pakistan (Fig. 2) to include the Southern Kirthar Range at the Balochistan-Sind border (Rani Kot), dry coastal hills of southern Balochistan (Hingol National Park), the Makran Range (Mitha Singh and Gwambuk Kaul), and the intermountain ranges of southeastern Balochistan (Wadh) . This species appears to be restricted to the southwestern portion of the Saharo-Sindian phytogeographic region of southern Pakistan and Baluchistan Province of southwestern Iran. This region is characterized by hot, dry summers and mild winters (Nasir and Rafiq 1995) . C. hotsoni has been found in southern Pakistan in rocky habitat in association with dwarf palms (Nannorrhops ritchieana) and dry, rocky mountain tops with shrubby vegetation at elevations between 220 (Hingol) and 6,200 feet (Wadh). Other mammals collected in association with C. hotsoni include Mus saxicola and Acomys dimidiatus. Nowak (1999) noted that the International Union for the Conservation of Nature and Natural Resources (IUCN) now classifies C. hotsoni as endangered. The IUCN Red List (Hitton-Taylor 2000) indicates that C. hotsoni was listed as endangered on the recommendation of Baillie (1996) , who noted that it was known from fewer than 5 populations and further suggested a potential for loss of habitat. This taxon is now known from 9 localities, although the current presence could not be documented from the type locality and the populations from northern southeastern Iran are tentative in their identity. C. hotsoni inhabits very hot, dry habitats with sparse vegetation. At some localities (Mitha Singh and Hingol National Park) C. hotsoni appears to occur at very low population densities as indicated by a 0.6% trap success, whereas at other localities (Wadh and Rani Kot) a trap success of 4-8% would suggest much higher population densities. Given the new information on the geographic range and local variation in population density, we would suggest that C. hotsoni currently is neither endangered nor threatened. This taxon is restricted to an area where the fauna has been infrequently surveyed and may occur at such low population densities that it may locally be very rare.
The common names Hotson's mouse-like hamster (Wilson and Cole 2000) and Hotson's calomyscus (Musser and Carleton 2005) have been used for C. hotsoni. Although we agree with Musser and Carleton (2005) that the use of mouselike hamster as a common name perpetuates an inaccurate association with the true hamsters, we question the use of the genus as part of the common name as a desirable solution. The use of the name of an organism in the language of the indigenous people of the region has lots of appeal, but unfortunately within southern Pakistan no differentiation is made among various forms of small rodents in the local languages. Hotson's brush-tailed mouse is more informative because it identifies 1 of the major morphological features of the genus, avoids the erroneous association with hamsters, and avoids adopting a genus name.
